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)@ ScanProsite

hits by patterns: [1 hit (by 1 pattern) on 1 sequence]

Hits by PS00105 AA_TRANSFER_CLASS_1 Aminotransfarases class-l pyridoxal-phosphate aftachment
sife

16-51-57-
—GENS~ " (424 aa)

270 -283: SEARNmMGLYGeRAG

c..

P




COGs pu—
Phiylogenetic classification of proteins encoded i complete genotnes = N C BI

Archasoglobus fdmidus
Halobacteriym sp. NMRC-T

Methanccorcus janmaschil 1786 1330
< Methanobacterium thermomutofrophicum 1873 13284
Thermaoplasma acidophilum 1482 1230
0 Thermoplasma voleanium 1488 1243
FPrrococeus horikoshii 1800 1373
OK FPrrococeous abyssi 1768 1454
<y 2 Aeropyrum peraix 1841 1175
&Y Saccharomyces cerevisiae 0955 2290
&0 Aguifex aeolicus 1560 13525

O Thermotoga marifima 1858 12279 4 >
<> D Deinccoccus radiodurans 3187 2224
SR Myeobacterium fuberculosis 2927 Z5ES
= Mycobacteriym leprae 1605 1134
Lactocoecus lacfis 2267 1617

oL Strepfococcus progenss 1697 1219 4 >

OB Bacillus subfilis 4118 2E7(]
= Bacillus halodurans 4066 257
<> Spnechocystis 3167 2154
Escherichia coli K12 4275 5414
< E Escherichin coli 0157 2315 Z663
Buchnera sp. AFS 975 264
<> F Freudomonas asruginosa 5567 4353
<G Fibrio choleras 3835 ZRZ(
&I Haemophilus influenzae 1714 1243

Fasteurella mulfocida 2015 175
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http://www.ncbi.nlm.nih.gov/Structure

LoCT3 AEOOZS5E4 337636 bp DA linear IV 15-MAR-2004

DEFINITICON Dros a melanogaster chromosome ZL, section 7 of 53 of the
complete sedquence,

ACCEISICON AEOOZ554 AEOQQZ632 AEOQZ&37 AEO141354

VERIION AEOOD3554.4 GI:4544944974
EEYWORDE
SOURCE Droszophila melanogaster (fruit f£1v)

2a25hol gttocaactgo CcLtttoghitt sagacgacos actassdaaca asadgaacady asacogagod
22621 aaasacatgt atagagogtt sattgagtgt gbtggaagtbog asatgooctt tgtttttaaa

. . o ) e :

226381 cos join (329762..330066,330135. .330959,331012..331118,

Sl 331177..331673)

zz801 /locus_tag="CG7082Z"

2286l feodon start=1

zz0z21 /product="CG708Z P4

22081 /protein id="AAFS1256.1"

23041 fdb_xref="GI:7205959"

23101 /db_xref="FLYBASE:FEgn0031401"
ftranslation="MLRNTPFGATPTYELLLGFGLCSLGGAMLY LYFETRNDEEELDS

23161 GGORPASGIRGOTEEQEPQEEVCLE IVVDNEHVPL INGRGGSN IEL IEEETL LEIRLE

23zal DEDSGHEFCDISGVPDAVEALRALL IKE IERAPVVEVELOVPORL ASE INGRGGELLD

23281 EIRSSSLAKLNIDLNGRNGELEITI IGNOEQVN TARENLDDOIEEDEELVRSMEEVED

TR E RREPRRSPTHNS I ASSNYSS0TSLSSHTOPRDEL MASEGEGEPNEVYVS AVASPTEF Y

DL TGP KELD MV OEN TS Y Y S8 AENRAKHVL TAP YV GOIVALAYFEFDEEWNYRAEIVD
INPNOYNPEECOYIDLYFVDYGDSEYISPADICELRTDFLTLRFOAVECFLANVESTIO
TEPITHPES S IAKFEELTEVAHWREL IARV TYEERPRATTAVIARALAKEGTPLPGVEL
FDPADMNSELNIADLMITOGFALPLD DS YPVES RIS TSNS DITIEELCVANPVTELT
PHIPMSMIIDVDIITOAENEHL AQQLOHL OHELNGND IFNINF AKL TATD L ER G




The New GENSCAN W
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Tpl out DINA sequen

Oy
catccacaat

2329101 gatggtgacg
goaagtocot

23916l atgocagaaac
gaaagotgoc

239221 amagotoadg
gattgtggoa

239281 gooctgLtto
gotgaagact

239341 agacatctog
agoagoctto

To have the resultz svdtled to

rour DA sequence

ttgacatggy

ttogyatgga

accatggott

toocaacgtta

CgoCcaaagat

ttttgttoos

tgttgoacto

gogatgactoo

goatcocacga

totoogooty

gtaattgagy

Ccagatgotga

Cogaagotoco

Ccgtaaccagy

cagagtgtga

rou, enter your emal address her

Run GEMSCAMN Clear lnput

mimbers

CgoCctyaagt

ttgotaaaac

gotogaatas

gagttaagot

tacgaatcgt

‘eb Server at MIT



The New GENSCAN Web Server at MIT

GCENSCAN 1.0 Date run: 131-0ct-—-104 Time: 16§:51:89

Segquence 1lars51:57 N 5100 bhp o d4a.Z22% CHr P T=sockore 2 43 — 51 O F)

Parameter matrix: HumanlIso.smat

Predicted genesjfexons:

Type . i ... .Len Fr Ph IfAc DofT CodBRg

432 2 0 48
[

+ +

40
oo

MMM KMKNMBRKKN
+ o+

I [y Py 1




The New GENSCAN Web Server at MIT

FPredicted peptide sequence(=):

>16:51: 57| GENSCAN predicted peptide 1143 aa

MPRTLPWTTVF TAVAS S AR AKSMEELTYVWFLLEMHS ALV SOQPSMATENVNLEPVFDPQSLI
DRAPAKTTSAAOATI TAY LS IFFHLIELOGERIGWLFREWLSPLSIASSORYESTESGESPET
TOSFEMNGEQLEAATOQEEAFFDD

+16:51:57 | GENSCAN predicted peptide =424 aa
MeoICKRGLLISNELAPALALRCESTHF SEVONGPPDAT LGV TEAFEED TNPEETNLGAGAL
YREDDNTOPFVLPSVEREAEERVY SRS LDEEYATIIGIPEF YNELATIEL AL GEGSERL A AKHN
VTAS IEGTGALRIGAAFLAKFIOGHNEEIYIPSPENGHNHVATFEHLAGLPVNREYRYYDEDT
CALDFGGLIEDLEKIPEES IVLLHACAHNPTGVDPTLEQUWRE ISALVEERNLYPFIDMAY
OGEFATGDIDRDAQAVRETFEADGHDFCLAOSF AKNMGLY GERAGAF TV LCSDEEEALRVHS
OVEILIRGLYSNPPVHGARTAAETLNNEDLEAQWLEDVELMADRTI IDVRTELEDNL TELG
DR ONWDHIVHNOIGHFCF TGLEPEOVOKL IKDHS VY LTHND GRS MAGY TR ENVEYLAES TH
EWVTE

>16:51:57 | GENSCAN predicted peptide J3|221 aa

MaMNL oL LY TSWHLTLEEQGCHNLIRAGLASGYV IQAMVYLSFGSFRFSNQHLECHN IHPEF
LHRDFHFRERLNYGHNETHVNVTIIVDDDNEAVINIALDRSDESYYACDGGCLDEPVLL TON
FREOFPVELTEPLTAILYITEDECHMEELHHATHVEEVVELAP AHEOHL TALHRHGHOLGGL
PTLFUVSVCAITIVFHIFLCELIIEEYCEPSDELEYRYNEFP
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Eukaryotic DNA query

Predict coding region/exons
Obtain protein product




iia EXPASY Home page | Site Map | Search ExPASy | Contact us | Swiss-Prot | PROSITE | Proteomics tools

Search |PROSITE =] for| el i |
Frotein(s) to be scanned:

Enter one or more Swiss-ProtTrEMEL accession number
(5] [AC] (e.g. POO7AT) andfor sequence identifier(s) [I0]

pl’ '® e ScanPI’OSite (eg. ENTK_HUMAN)  andfor FDE identifier, andfor paste

your own protein sequence(s) in the box below:
(leave this box blank to scan PROSITE entriels) against
selected protein databases)

*16:51:57| GENSCAN predicted peptide 2|42

The ScanProsite tool [Help] allows to scan protein sequence(s) [eitherfrol

user) for the occurrence of patterns, profiles and rules (motifs) stored inth O e e e

database(s] for hits by specific motif(s) [ Reference / Download ps_scan§ |byrgarrrpToprrINLGAGA

can be used to generate your own pattems. You may either. YRDDNTQPFVLPSVREAEKRVVSRSLDKETATIIGIPEFY
NEATELALGEGSERL ALEHN
VTAOSTSGTGALRTIGAAFLAKFWOGHNREEIYIPSPSWGNHY
ATFEHAGLPVNEYRYYDEDT j

Clear |
General options

W Exclude motifs with & high probability of occurrence
™ Show low level score

I~ Do not scan profiles [User Manual

Showe only sequences with at Ieastl hit(s)

Maximum of matched sequences | 1000 =

= Graphical richview © Simple HTWL output
' Plain text output © Plain text fasta output

[T Retrieve complete sequences

Your e-mail {optional): | fwill send results
by e-mail)

START THE SCAN teset




pl' .@ @ ScanProsite

hits by patterns: [1 hit (by 1 pattern) on 1 sequence]

Hits by PS00105 AA_TRANSFER_CLASS_1 Aminotransferases class-l pyridoxal-phosphate attachment site :

09-08-01-GENS~ 3 (424 aa)

270 - 283: SFAENMGLYGERAG

<




prcSjte Documentation PDOC00098

Aminotransferases class-l pyridoxal-phosphate attachment
site

Aminotransferases share certain mechanistic features with other pyridoxal-phosphate dependent enzymes, such as the covalent
binding of the pyridoxal-phosphate group to a lysine residue. On the basis of sequence similarity, these various enzymes can bhe
grouped [1,2] into subfamilies. One of these, called class-I, currently consists of the following enzymes:

« Aspartate aminotransferase (AAT) (EC 2.6.1.1). AAT catalyzes the reversible transfer of the amino group from L-aspartate to
2-oxoglutarate to form oxaloacetate and L-glutamate. In eukaryotes, there are two AAT isozymes: one is located in the
mitochondrial matrix, the second is cytoplasmic. In prokaryotes, only one form of AAT is found (gene aspC).

« Tyrosine aminotransferase (EC 2.6.1.5) which catalyzes the first step in tyrosine catabolism by reversibly transferring its
amino group to 2- oxoglutarate to form 4-hydroxyphenylpyruvate and L-glutamate.

« Aromatic aminotransferase (EC 2.6.1.57) involved in the synthesis of Phe, Tyr, Asp and Leu (gene tyrB).

« 1-aminocyclopropane-1-carboxylate synthase (EC 4.4.1.14) (ACC synthase) from plants. ACC synthase catalyzes the first
step in ethylene biosynthesis.

« Pseudomonas denitrificans cobC, which is involved in cobalamin biosynthesis.
- Vaact hunnathatinal nratain VvV 11 D&MW,




AA_TRANSFER_CLASS_1, PS00105; Aminotransferases class- pyridoxal-phosphate attachment site (PATTERN)

[GS] - [LIVMFYTAC] - [GSTA] - K - X(2) - [GSALVN] - [LIVMFA] - X - [GNAR] - {V} - R - [LIVMA] - [GA]

(Rl A LS K is the pyridoxal-P attachment site

Sequences known to belong to

this class detected by the pattern. b

Other sequence(s) detected in
Swiss-Prot:

270 -283: SFAENmGLYGeRAG
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Mucleotide

BLAST
protein-protein Fig AN

Retrieve results for an RID

Protein Translations

#16:51:57 | GENSCAN predicted peptide 2| 424 as o
MEoICERGLLISHNRLAPAALRCESTWF SEVONGPFPDATL GV TEAFEED THNFEETNLGAGA

dearch |TRDDNTOPFVLPSVEEAEERVVIRSLDEEYATIIGIPEFYNELAIELALGEGSERL AAEHY
VTAOSTSGTGALRIGAAFLAKFWOGHNREIYIPSPSWGHNHYATFEHAGLPVYVHNEYRYYDEDT
CALDFGGLIEDLKKIPEKSI‘.FLLHACAHI'-IPTG‘.FDPTLEQHREISALF.FKKRNLYPFIDHAY;I

Set subszequence Fyom: Ta:

Choose database

Do CD-Bearch [

Format

Show W Crraphical Crretrieny M Linkeut [ Hequence Retriewal I NCBI-,c_;iI Alignment j inl HTHRL jfn:-rmat

Use new formatter [ Lasking Charactetl Defaulti= for protein, n for nuclectide) j Wasking 001.34 Black vI
Humber of! Descn'EtiDnsl 100 'I Al ents| Bl bl

Aligmment view |Fairwvise j
Fairwise
Format for PSL |Fainvise with identities

BLAST |guery-anchored with identities
guerysanchored without identities

Limit results by AeREI o 2 wyith identitie 5 : 3
entrez query [flat quens-anchored withoutidentities | PT9=MIEMS
Hit Table
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MNucleotide

BLAST

Retrieve results for an RID

Protein Translations

Your request has been successfully submitted and put into the Blast Queue.

Query = 09:08:01|GENSCAN predicted peptide 2/424 aa(424 letters)

Putative conserved domains have been detected, click on the image below for detailed results.

1 k- 150 225 300 375 424
| ! ! ! ! | ! ! ! ! | ! ! ! ! | ! ! ! ! | ! ! ! ! | ! ! Ll

Aninotran_1_2

The requef ID is |1 160552433-27 367 13366651657 5. BLASTCOZ
or
The results are estimated to be ready in 18 seconds but may be done sooner.

Please press "FORMAT!" when you wish to check your results. You may change the formatting options for your result via the form below and press "FORMAT!"
again. You may also recuest results of a different search by entering any other valid request ID to see other recent jobs.




BLASTP 2.2.14 [May-07-2006]

Reference:

Altschul, stephen F., Thomas L. Madden, Alejandro A. Schiffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman
{1997), "Gapped BLAST and PSI-BLAST: a new Jgeneration of

protein database search programs”, Wucleic Acids Res. 25:3385-3402.

Reference:

schi&ffer, Alejandro A., L. Aravind, Thomas L. Madden, Sergei
Shavirin, John L. Spouge, Yuri I. Wolf, Eugene V. Koonin, and
Stephen F. Altschul (2001), "Improving the accuracy of PSI-BLAST
protein database searches with composition-based statistics

and other refinements", NWucleic Acids Res. 29:23%9%4-3005.

RID: 1160653488-27367-133666016875.BLASTQZ

Database: PDE protein database
27,036 sequences; &,032,163 total letters

gil1125983|sp|PO0S05|ARTM HUMAN Aspartate aminotransferase, mi... 563 3e-160 H
gi|112584|sp|P0O5202 |ARTM MOUSE Aspartate aminotransferase, mi... 552 ge-160 HE
gil112987|sp|PO0S07 |ARTM RAT Aspartate aminotransferase, mito... 561 le-15%
gil112582|5p|POSS07 |ARTM HORSE Aspartate aminotransferase, mi... 554 Ze-157

gi]1125985|sp|PO0506 |ARTM PIG Aspartate aminotransferase, mito... 552 se-157 @
gil1168261|5p|P12344 |ARTM BOVIN Aspartate aminotransferase, m... 550 3e-156¢ H
gi|1125981|sp|PO0O5S08|ARTM CHICK Aspartate aminotransferase, mi... 546 ce-155 H
gil1168256|5p|P46643 |AAT]1 ARATH Aspartate aminotransferase, m... 447 5e-125 B
qi|2506178|splPZBOlllAATl_MEDSA Aspartate aminotransferase 1 (Tr 434 de-121

gil1168258|sp|P46644 |AAT3 ARATH Aspartate aminotransferase, c... 420 de-117
gil21542386|5p|P46645|ART2 ARATH Aspartate aminotransferase, 420 4e-117 B
gil112572|sp|P28734 |ARTC DAUCA Aspartate aminotransferase, cytop 420 5e-117

gi|564706|sp|P37E33 |ARTC ORYSA Aspartate aminotransferase, cytop 418 Ze-116

gil112571|sp|PO0O5S04 |ARTC CHICKE Aspartate aminotransferase, cy... 406 ge-113 @
gi|21542387|5p|P46646|ART4 RRATH Aspartate aminotransferase, ... 404 4e-112 B
qi|5902703|splPl?l?ﬁlIAATC_HUMAN Aspartate aminotransferase, c... 402 le-111 H
gil112576|5p|PO0S03 |ARTC PIG Aspartate aminotransferase, cyto... 387 Je-110
qi|205323?3|sp|P46248|AAT5_ARATH Aspartate aminotransferase, . 395 le-105 H
gil112573|sp|POBS06 |ARTC HORSE Aspartate aminotransferase, cy... 3595 Ze-10%

A1 11T PG TRl sn I DAERZAT I ARTT MCITSR Tenortatao sminntraneforacs ~1r L= Tao—1Na [ |




=
S F AKNMGLYGERLG.
r ouery 269 |SFP.RI‘-II'IG ———————— LYGERAGAFTVLCSDEEE-——-A-AR————————————= VMIONV 302
|_112983 275 L et . L MV, E.AD,-——.-K,.———————————— LE..L 305 n 1.':' " E E E E E E E ®E ®m .Iilir ]
M 112084 275 e i mmmme——— L Voo V.E.h,.-———,-K, E..L 308
M 112987 I e LR Voo.o.. v.K.L..-~—.-E.-———————————— E..L 303 I 1.'.? " E E E E E E E E &® .Iilir n
M 11298z 246 o000 ooaS a0 000 V... MWW K. AD.————.-K,-———————————— E..L 279
[T 11z985 275 o Teuramm e Veurnn VoK. A mm—— o mE, mmmm e E..L 308 B Tf- s m m = = m m = = = .Ii.ir -
M 11858281 275 Dotoooo oSS a0 0a 0 Voo V.K.h,.-———— ., -K. - ——— E..L 3085
M 112981 1 1= R S I.F A, ———— . —K.m—mmmmmoo—— E..L 301 B 'f. s = m m = m = = = = lli.ir -
M 1165256 273 Y ceL.VWL CLS. . L E.PEQ-——— ., -VAl——— JELLUL 306
M2506178 260 .. ¥.....————————..... V. . LSIVSKSADV————5—8  —————mm o m .E..L 293 L .rf " = m = =2 = ®m = &= = .'i.ir .
1165255 291 o000 ooaS a0 000 V. LIV ESADV-——— . -G, E..L 324
[M21542386 247 .. .¥eue..m—mm————u.... V..LSIV.EKSADV-——— . —SE-—o oo .E... 2z&0 i 'f' s = = = = m = m = = .'i_ir .
M 11297z 2497 Dotoooo oSS a0 0a 0 V. .L3IV.KTADV-——— ., -8K-————————————— E..L 280
" s=4706 249 .Y ... ... V. .LSIV.GSADV-———. -V ———— .E..L zaz I
M 112971 254 N N et WL UVLUNLES LVGE., L DN-——-V-0, e —— LM 287
[M21542387 245 ..¥.....————————..... I.5L.IV.TS.D¥-———— . ~KE-————— JEN.. 278 Y e i s s mm I:l LTI
[T sop0z703 255 DooEoalE o ..N..V.NL..VGEEP.3———-I-LO-————————————— L..M 288
M 112976 255 F.———————- N..¥.NL..VAKEPDS--——I-L.-———————————— .L..M 288 I T
[T zos3z373 294 00 HIEI0 Ol g S e WAL TL L INLY. W BADA--——,-T. ————————————— ELUL 327
M 112973 254 DooEoalE o ..N..V.NL..VAEKEPDS———-I-L.————————————— L..M 287 I T " m m = = m m = &= = 'Ii.il' .
L] T [ | [ ] [ ] [ | [ | [ ] [ ] [ | [ | [ | v [ |
m T | | n n | | | | n n | | | | | | v | |
L] T [ | [ ] [ ] [ | [ | [ ] [ ] [ | [ | [ | v [ |
(90 - LIVMEYTAC)- GSTA]-K-g(2)- GSALVN - LIVME A GNAR - 5-R- | [ SRR
[ |
m T | | n n | | | | n n | | | | | | I [ I |
LIVMA - GA] [K 15 the pymcozal-P attachment stte) = T .
m | | S n n F | | n n IIII | | | | v | | ]
L] TS [ ] [ ] L [ | [ ] [ ] A [ | [ | I [ |




About NCBI
NCBI Mini-courses

Eukaryotic DNA query
Predict coding region/exons
Obtain protein product
ldentify motif/site

Search for similar sequences




COGnitor

FoOUr SECUENCE

Hel
compare to COGs Clear | |EIeTs to 3 clades j E_EE )
xample

Paste vour sequence and press the button above.

#16:51:57 | GENSCAN predicted peptide Z|4Z24 aa ﬂ
Meo I ERGLL IS RL AP ARLRCESTWF SEVONGPPDATILGVTEAF EED THNFEEINLGAGA
TRDDNTOPFVLEPSVREAEKRVV SRS LD KEYATIIGIPEF YHEATEL AL GRGSERL A AKHI
VTAS IS G TGALRIGAAFLAKFWOGHNRE IYIPSPSWENHYAIFEHAGLPVNREYRYYDEDT
CALDFGGLIEDLEEIPEES IVLLHACLAHNP TGVDPTLEQWRE IS ALVEERNLYPF IDMAY
QGFATGD IDRDAQAVRTFEADGHDFCLAQSF AKNNGLYGERAGAF TVLCSDEEELARVIHS
CVEILIRGLYSNPPVHGARIAAE ILNNEDLEAQWLEDVELMADRI IDVRTELEDIL IELG

SEQNWDHIVNOIGHFCF TGLEPECVOEL IKDHSVYL THD GRVINAGYV TIFITVEYLAES IH
EN'TE




16:51:57|GENSCAN predicted peptide 2|424 aa (424 letters)

20 . . BeTs to & clades
@ CD1448 | Aspartate/aromatic aminotransferase et scare: 51 Help
S

I T T T T T T T T T T T T T T T T T T T T T 424 lEt-t-E]’:S

— ) 204 =>¥LROZ7c (432) - COG1443
— r 332 =-NMEOS40 (327) - COG1443
— r S8l = NMAOT1S (3397) - COG1443

353 =xHIlelY (396) - COG1443
— r 333 =xPA3139 (393) - COG1443
— r 331 =xFMO621 (396) - COG1443
— Fr 823 = aspC (396) - COz1445
— - 8129 = ZaspC (396) - COz1445
— r P33 =-WC1E293 (413) - COG1443
— 1 73l = WNMEle¥S (397) - COG1443
— 1 730 = WNMALS3Y (397) - COG1443
— r TE4 =-EF0036 (400) - COG144d
—

+ 710 = PAOSYO (399) - COG1443




20

. elp
proteins E | 01448 | TyrB | Aspartate/aromatic aminotransferase Q
_ info Genothe context
Pathways / FPHENYLATANIMNETYEOSIME BIOSYMTHEZLS

Functional systems TEUCTIE BIOS TITTHESIS

T I I iy HSNTIXT
- - L] HI1617 PrA0&21
PAS _—
&
- - Xfa HFNOZ6
) ) N HMEQNS40 HhLA0715
Nme | MNMEI167E DA 1937
J
- - Mo mill0405 -
) E twr B Zasp T ]
ENT | aspC ZtyrB
Y TLEOZ: F I
Sce | YEL1D6w Pae PADEYOPAZ13S CLA ZT637 ZPn0740
- © WC12593 WCADSLS -
Vch




>»tyrE
MFOEVDAYAGDPILTLMERFEEDPREDEVNLEIGLYYNEDGIIPQLOAVAEAEARLNAQOPHGASLYLPME
GLMCYRHATAPLLFGADHPVLEQORVATIOTLGGIGALEVGADFLERYFRPESGUYWYWIDPTWENHVATIF A
AGFEVETYPWYDEATNGVRFNDLLATLETLPARSIVLLHPCCHNPTGADL TNDOWD AVIEILEARELIPF
LD IAYOGFGAGHEEDAYATRATAS AGLPALVENSFSEIFSLYGERVGGLEVNCEDAE AAGRVL GOLELTV
REMYISPPNFGACV VA AV LNDEALKASWLAEVEEMRETRILAMROELVEVLETEMPERNFDYLLNORGHMFS
YTGLIAACOVDRLEREEFGU YL IASGRMCVAGLNTANVORVAKAF LAVH

»azapc

MFEMITAAPADPILGLADLFREADERPGEINLGIGVYEDETGETPVL TEVEEAEQYLLENETTENYLGIDG
IPEFGRCTOELLFGEGSALINDERARTAQTPGGTGALRYAADFL AKN TESVERVIN SNPIWPNHESVFNI A
GLEVREYAYYDAENMHTLDFDAL INSLNEAQAGDYVVLFHGCCHNPTGIDPTLEQWOTLAQLSVEKGWLELF
DFAVOGFARGLEEDAEGLREAF AAMHEEL IVASSYSENF GLYNERVGACTLVALDIETVDRAFSOMEALTR
AYSNPPAHGASVVATILENDALRAIWEQEL TDMRORTORMEOLFVNTLOEKGANRDFIF I TKQNGMFSF
SGLTEECVLRLREEFGVYAVASGRVNVAGHTPDNMAPLCEATVAVL

»ZaspC

MFEMITAAPADPILGLADLFREADERPGEINLGIGVYEDETGETPVL TEVEEAEQYLLENETTENYLGIDG
IPEFGRCTOELLFGEGSALINDERARTAQTPGGTGALRIAADFL AKN TSVERVIN SNPIWPNHESVFNI A
DLEVREYAYYDAENMHTLDFDAL INSLNEAQAGDYVVLFHGCCHNPTGIDPTLEQWOTLAQLSVEKGWLELF
DFAVOGFARGLEEDAEGLREAF AAMHEEL IVASSYSENF GLYNERVGACTLVALDIETVDRAFSOMEALTR
AYSNPPAHGASVVATILENDALRAIWEQEL TDMRORTORMEOLFVNTLOEKGANRDFIF I TKQNGMFSF
SGLTEECVLRLREEFGVYAVASGRVNVAGHTPDNMAPLCEATVAVL

>»ZLYEER
MFOEVDAYAGDPILTLMERFEEDPREDEVNLEIGLYYNEDGIIPOLEAVAEAEARLNAVPHGASLYLPME
GLMEYRHATAPLLFGADHPVLOOORVATIOTL GG GALEVGADFLERYFRPESGUYWYWIDPTWENHVATIF A
AGFEVETYPWYDEATNGVRFNDLLAMLETLPARSIVLLHPCCHNPTGADL TNDOWD AVIEILEARELIPF
LD IAYOGFGAGHNEEDAYATRATAS AGLPALVENSFSEIFSLYGERVGGLEVLCEDAE ALGRV L GOLELTV
REMYISPPNFGACV VA AV LNDEALKASWLAEVEEMRETRILAMROELVEVLETEMPERNFDYLLNORGHMFS
YTGLIAACOVDRLEREEFGU YL IASGRMCVAGLNTANVORVAKAF LAVH

>PA0ST0

MEHF ARKVARVPGDPILGLLDAYRNDPRADELDLGVGVYEDAQGL TP ILESVELAEQRLVEQETTES YV G
HGDALFAARLARELALGAASPLLLEQRADATOTPGGTGALRLAGDF TAHCLPGRGIWLEDPTWFIHETLF A
AAGLEVSHYPYVIADNELDVEAMLAGLERTPOGDVVYLLHACCHNPTGFDLSHDDWREVLDVVERREELLPL
IDFAYOGFGDGLEEDAWAVRLFAGELPEVLYVTISCIENFGLYEDRVGAL IVC AONAEKL TDLRSOLAFLA
FMLWSTPPAHGAEVVAATLGDEELEGLWOEEVEGMRIRIASLEIGLVEALAPHGLAERF AHVGAQRGHFS
YTGLIPOOVARLREDEHAVYLVESCGRANVAGLDARRLDRL AQAT AWV CAD




Multiple sequence alisnment by Florence Corpet

® Sequence data

ut and paste your sequences here helow. @

#16:51: 57| GENICAN predicted peptide 2|424 aa fj
M3l CKRGLLISNRLAPAALRCESTWF SEVOMGPPDATIL GV TEAFKED THPEEINLGAGL
TRDDNTOPFVLP3VREAERKRVVY S RSLDEEYATIIGIPEF YNEATEL AL GEGEERL AAKHN
VTR ISGTGALRIGAAFLARFWOGHREIYIPSPSWGHHVAIFEHAGLPVNREYRYYDEDT
CALDFGGLIEDLERIPEES IVLLHACAHNP TGVD P TLEOWRE ISALVERKFNLYPFIDMAY
QGFATGDIDRDACAVETFEADGHDFCLAOSF AKNNGLYGERAGAF TVLCSDEEEAARVIS
OVEILIRGLYIHNPPVHGARTIAAE ILNNEDLRAOQWLEDVELMADRI IDVETELEDIL IELG
SEONWDHIVNOIGHFCF TGLEPEOVORKL IKDHS VYL TN DGRV S MAGV TS EIVEYLAES IH

EVTE
sample sequences) btyrE hd|
r select a file: 1 Browse. .. i iy
» Sequence mput format: ]AUtD :_]

r nucleotidic sequences, you must change the Symhbol comparison Tahle {(see helow) @

Start kultdlin | Clear Entire Form 1




16:51;57 1 GEHSCAN_pre

1 10 20 30 40 0 b Fal 80 90 100
| 4 + + + 4 + + + 4 +
HSOICKRGLLISHRLAPAARLRCESTHFSEYOHGPPDAILGY TEAFKKDTHPEEIHLGAGAYRODHTOPFYLPSYREAEKRYYS-RSLDKE--YATIIGIP

YLROZ27C HHKRTOEYKHTEAINS==-=--ATLFHHIELL FPOALFGIKORYGODORATEYDLGIGAYRDDHGKPHYLPSYKAAEKLIHHDS SYHHE=-=YLGITGLP
tyrB HFOKYDAYAGDPIL TLHERFKEDPRSDEYHLSIGLY YHEDGIIPOLOAYAEAEARLHAQPHGASL —-YLPHEGLH
ZtyrB HFOEYDAYAGDPIL TLHERFKEDPRSDEYHLSIGLY YHEDGIIPOLKAYAEAEARLHAYPHGASL—-YLPHEGLH
HHB1678 HYRHIEYYPGDPILSLYETFKHDPRPEEYHLSIGIYFDDEGKHPYLESYSREAETARAARAP-APSP==YLPHEGLD
HHAL937 HYRHIEYYPGDPILSLYETFKHDPRPERYHLSIGIYFDDEGKHPYLESYSRAETARARAP-APSP--YLPHEGLD
PA3139 HSLFSAYERAPRDPILGLHEAFHADTRPGE IHLGYGYYYNEEGRIPLLEAYQAAREKARIEAH-APRG--YLPIEGIA
¥F0036 HPLFTOYELYPGDPILSLHDTYHADTRTHEYHLGIGIYCDESGCIPLLEAYQOYEEQLAKHP -KPRG—-YLPFIDGLP
aspl HFEHITARPADPILGLADLFRADERPGE IHLGIGYYKDETGKTPYLTSYKKAEQYLLEHE-TTEH--YLGIDGIP
FasplC HFENITAARPADPILGLADLFRADERPGE INLGIGYYKDETGETPYLTSYKKAEQYLLENE=-TTEH==YLGIDGIF
¥C1293 HASSIIPSHPHLTHHCFHFEKYYAAPADP ILGLTEEFKKDPRTDE INLGYGIYKHEAGETPYLATYKKAEAALLESE-KTKS--YLTIEGTR
HI1G617 HFEHIKAARPADPILGLGEAFKSETRENE IHLGIGYYKDAOGT TPINHAYKEAEKRLFDKE-KTEH--YLTIDGIA
PHOG21 HFEHITAARPADPILGLGESFKAETROHE IHLGIGYYKDAKGHTP IHNRAYKEAEKRLFDLE=-HSKH--YLATIDGYA
HHBOS40 HFFKHIERAPADPILGLGEAFKAETRPELYHLGIGYYKDASGATPLYKAYKEAEKRLLESE-TTEH--YLTIDGYA
HHAO719 HFFKHIEAAPADPILGLGEAFKAETRPEKVYHLGIGYYKDASGATPIVEAYKIF the alignment is not wisible, try to o
YCAOS13 HLPEFORY=-=-Y¥TFHF THLPAPYLDPILSLSYAFRHDPRPOKYDLGIGYYKHSLGETPIHRAY andhwtextsme(seenphnnﬂ
nllo405 HFEDLOPAPADKILALIGLYRADPRPHEYDLGYGYYKDRDGKTPYHRAY
PROBZ0 HSHFAKYARYPGOPILGLLDAYRHOPRADKLDLGYGYYKDAQGLTP ILRSYKLAEORLYEQE-TTKS=--TYGGHGDA
CTG637 HSLFEQLPSFSPDSILGLAGAFOEDPREDK IHLLLGTYEREKKRYGGFSSYRKAOSYFFDDE-KDKN--TLPIKGSS
CPn0740 HSFFHHIPTFSPDAILGLONYFFADKRPEEYHLYIGYYEHPOKRYGGLSCIRKAOTYILEEE-OHES--YLPISGLO
YEL1OGwW HLERTRLTHCSLHRPYYTSSLSRYPRAPPDEYLGLSEHF KEYEHYHE IDL TYGIYKDGHGKY T TFPSYAKAOKLIESHLELHKHLSYLPITGSK
DO S A A S S e | PO Ballpllel s ssfinadala s Kl iLedl, Lo nfanP ol ool ssssnssssabonallodalon
261 270 280 290 300 310 320 330 340 350 360
| % $ $ $ $ $ % $
51 :571GENSCAN_pre ATGDIDRDAOAYRTFE=====—- ADGHOFCLAOSFARXHHGLYGERAGAFT EE ARRYASOYKILIRGLYSHPPYHGARTARETLHH
YLRO27c ATGDLDKDAYAYRLGY---EKLSTYSPYFYCOSFRXHAGHYGERYGCFH AOHKTIKPAVYTSOLAKIIRSEYSHPPAYGAKIYAKLLET
tyrB GAG-HEEDAYAIFAIA---5-- IFSLYGERYGGLS EA-——-AGRYLGOLKATYRRHYSSPPHFGROYYARYLHD
ZtyrB  GAG-HEEDAYAIRAIA--- IFSLYGERYGGLS EA=-——-AGRYLGOLKATYRRHYS5PPHFGAOYYARYLHD
HHB1678 GGD-LDSOAYAYRKAY-—- HLSLYGERYGGLS F s
HHA1937 GGD-LOSDAYAYREKAY=—- HLSLYGERYGGLS YL PHE === if the alignment is naot visible, try ko decrease line length |5
PA3139 GHG-IEEDAAAYRELFA--- SFSLYGERYGALSEYTESR———————1 andfor kext size (see options) 5
¥F0036 HOG-IDADAYAIRLLA---E-- SFSLYGERYGGLS ED AORIOSOYKRIIRTIYSSPSAHGAYLYAGYLHS
aspC HARG-LEEDREGLEAFA===A==H=HKELIYAS5YSXHFGLYMERYGACT ET YDRAFSOHKARIRANYSHPPAHGASYYATILSH
Zaspl ARG-LEEDAEGLFEAFA=---A--H-HKELIYASSYSKHFGLYHERYGACT ET YDRAFSOHKARIEANYSHPPAHGASYYATILSH
YC1293 ASG-YEEDAAGLRIFA---kK--Y-HSEILYASSF9EHFGLYNERYGAFT TV AETAFSOYKRIIRSIYSHPPAHGAARYYTYILHH
HI1617 AHNG-LDEDAYGLREAFA==-=-A=--H-HKELLYASSF9KHFGLYHERYGAFT ET-——-A5TS5LTOVKSIIRTLYSHPASHGGATYATYLHD
PHOGE21 AHG-LEEDAFGLRTFA---K--H-HKELLYASSYSKHFGLYSERYGAFT 01 AATALTOYKTIIRTLYSHPASHGATTYSHYLED
HHBO540 GMG-LEEDAYGLEYFL===K==H=-NTELLIASSYSKHFGHYHERYGAFT ET AARRAHSOYKTIIRTLYSHPASHGAHNTIALYLEKH
HHAO719 GHG-LEEDAYGLEYFL===K=--H-HTELLIASSYSFHFGHYHERYGAFT AT AARAHSOYKTIIRTLYSHPASHGANTIALYLKH
YCAOS13 GDG-LEODAOGLEYHA---E--R-HEEHLITTSCSENFGLYRERTGAARI 113 YTHARGKHLTLARSTY THPFPDHGAALYETYLRD
nll0405 GDG=LEADALGLELLA===-A=-=K=Y¥PERYYASSCSKHFAYYRORYGAAN Al ADYAARSOHLSARRARY SHPPDHGAARYRIYLED
PAOS70 GDG-LEEDAHAYELFA---G--E-LPEYLYTS5C9KHFGLYRDEYGALT EK LTOLRSOLAFLARHLHSTPPAHGAEYYARILGD
CT637 ASG-IEEDRRPYELCI---E-—-- IFSLYGSRYGFFG LD LHRILSFLEEDIRGEYSSPAREGYATIYTSILSH
CPn0740 AHG-IELDRKPIEIFI---S5---EGHTYLYAARSSSKHFALYGERYGYFA DE LYKIHSFLEEKIRGEYSSPORHGYEIVSTILSH
YEL106w ESGHLLEDAYLLELCLHYHEYPHHSHGIFLCOSFREHHGL YGERYGSLS I TPATANHGEFHPLOOKHSLOORIDSOLKKIYRGHY SSPPGYGSRYYHYYLSD
Conzenzsuz ..G.le.Da,...Rl.a...ccovivneer.vaS.ekntedTeslvha, V. veeesnnecsssnnnssssea2qlk. iR, . y5,Pp.hGa, . v..'L..
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Obtain protein product

ldentify motif/site

Search for similar sequences

Predict function
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eyl |
- 955 =
| pubMed | HMucleotide | Protein | Structure | CDD | Taxonomy | Help |

Search Conserved Domains on a protein

Search against database, | CDD -- 12422 PSSMs v

Enter Protein Query as Accession, Gi, or Sequence in FASTA format

*09:08:01| GENICAN predicted peptide Z|424 as ;l
MEoICKRGLLIGNRLAPAALRCESTWF SEVOMGFPDAT LGV TEAFEED THFEETINLGAGL
TRDDNTORPFYLEPSVWREAEKRVYSRSLDEEYATITGIPEFYNEATEL AL GEGSERL A AKHN
WTAOSTSGTGALRTIGAAFLARFWOGHNRETIYIPSPSWGHHVATFEHAGLPVNRYRYYDEDT
CALDFGGLIEDLEEIPEESIVLLHACAHNP TGVDFTLEQWRE ISALVEERNLYPFIDMAY
QEFATGDIDRDAQAVRTFEADGHDFCLAOSF AKNMGLYGERAGAF TVLCSDEEE AARVHS |
CVETILIRGLYSNPPVHGARTALAETLNINEDLE, LEDVELMADRIIDVETELEDNLIELG
SECNWDHIVNOQIGHFCF TGLEPEQOWVOEL HEWYLTHNDGRVSMAGYTSENVEYLAESTH ;‘

Submit Qu Reset | ™ Force live search




Conserved
mmm 9ch -

NewSearch | PubMed | Nucleotide | Protein | Structure | DD | Taxonomy | Help |

Query sequence: [{local sequencellcl] 1]
09:08:01|SENSCAN_predicted_peptide_2|424_aa

@ Concize Result O Full Result ™ Show Search Infarmation /

Aninotran_1_2

Descriptions
H Title Pssmid

andll, ' ' 10255 Yes 4p-F7

Search for similar domain architectures |

I'.'Iu!ti-[)nm _E-\mlpe

L

ran_1_2, Aminotransferase class |

Lo Wil

mIZI 5 Amnnt

[+]pfa




JEE -
Ertrez [ COD | Structure Protein

Aminotran_1_2, with user query added

Aminotransferase class I and II.

Program:
Drawing:
aligned Rows:
[Download Cn3D]

@ Reformat SBD]UEI"ICB Alignment | Format: I Compact Hypertest - I Row Display: I upto 10 - I Color Bits: | 20bitz = I Type Selection: |the most similar members ;I

1BSG_A 85 .[3].AEIRG NEVTFDPNHLVLTAGATSANETF IFCLA. [4] . AVLIFTPYYPGFDRDLEWETGY EIVFI 161
quUery 108 .[3] .G3ERL AAFHNVTAQSISGTGALRIGRAFLAKFW. [4] .EIYIF3FSWGHNHVAIFEHAGLE. [1] .MRYRY 175
1IZe A 80 .[3].FGKGS.[3] .NDERARTAQTPGGTGALRVALDFLAKNT. [3] . RVUIWINFPSWPNHESVFNSAGLE. [1] .REYAY 149
lags A 85 . [3].LGDDE. [3] .QERRVGGVORLGGTCALRIGAEFLARWY., [5] . PYYWVISPTUENHNGVFTTAGFE. [2] .R3YRY 160
1aMa G2 .[3].LGENS. [3] .ESGRYVTVOGISGTGSLEVGANFLORFF . [4] . DVYLFKFSWGHNHTP IFRDAGLQ. [1] . QAYRY 152

ol 395955 101 .[3] .FEESC. [8] . AHDRISFVQTLSGTGALAVARKFLALFI. [2] .DIWIFDFSWANHENIFONIGFE. [2] . TRYSY 175
gl 1163262 80 .[3].FGEDS. [3] .Q3NRARTVOILGGTGALRIAREF IKRQT. [3] .NVWISTFTWPHNHNATIFNAVGHNT. [1] .REYRY 149
i &5 061TS 97 L [3].FGADS,. [3] .QENEVTTVOQGLAGTGILEVGGEFLAEHY. [3] . IIYLPTPTWGHNHTEVFNLAGLT. [1] . KTYRY 166
gi 21542387 82 .[3].LGDD3. [3] .EENRVWWTTOQCLSGTGELEVGAEFLATHN. [3] .VIFVPNPFTWGHNHPRIFTLAGLE. [1] .Q¥FRY 151
gi 1163256 110 .[3] .¥GDN3. [3] .EDERIAAVOTLSGTGACRLFADFQERFS. [3] . QIVIPVFTWSHHHNIWEDACVFE . [1] .KTYHY 173




n.minutran_l_z -Cn3D 4.1 - O ﬂ CDD Descriptive Itkems ﬂ

File Wiew Show/Hide Stvle ‘Window CDD Help

Mame: Aminatran_1_2

FDE 1B8G [MMDE 12342
1BEG_A: gi BI80404 [[Maluz » domestica) Chain &,
1-Aminocyclopropane-1-Carbowylate Synthaze]
1B8G_B: gi 6330405
Heterogens: PLP [x2]

Show References Panel | Dizmizs

Aminotran_1_2 - Sequence/Alignment Yiewer
Wiegwy Edit Mouse Mode Unaligned Justification  Imporks

TESG A Encdensevw RVHVVY ELEEDLGLPGFRVGa iy o nddMV VAAATEMESEFGLYEEQTOQHLLEAMLEDKELTENY [ AENHE

COMEENSUE ¥ e re e e e e e DHLLVVOQALEKENFGLAGERLG g~ v e e aAGGIVAGEAARFDRVEEQERALLFATESAPPAVGAATVALIL
LSy 0 e r e e e HDFCLAQAFAKNMGLYGERAG - e e AFTVLCEDEEEAARVMEQVEILIRGLYENPPVHGARTIAAEIL
JALTA 0 e e e e IDYYLEOEVYAKENMGLYGERAG v v e e e AFTVICREDAEEARERVEEQLEILIEPMYENPPMNGARTIASLIL
T B GELLVAQIYAKNMGLYGERV G mm s ALBIVIKZADV S EREVESQLELYVIRPMYSAPPIHGASIVAATL

Kl




File Wiew Show/Hide Stvle ‘Window CDD Help

Aminotran_1_2 - Sequence/Alignment Yiewer
Wiegwy Edit Mouse Mode Unaligned Justification  Imporks

TESG A EncdensevwQRVHVVYELE DLGLPGFRVGaiyenddMV VAAATEMESFGLYEEQTQHLLEAMLEDKEKELTENY I AENHE
COMEENSUE ¥ e re e e e e e HLLYVVOBRLEKENFGLAGKRLG g~~~ = al IWAGIAL EVEEQERALL TEZAPP GasIVALIL
T DFCLAQBEFAEKNMGLYGERAG - m e e & YLCOEDEE EVMEQVEILI LYEHNPP GARTAAETL
JARMA (G e e DV VLER FAKNMGLYGERAG - m e e e & YICRDAE EVESQLEILI M¥3EHNEP GARTAZBLIL
T B ELLVAQAYAKNMGLYGERV G rr v v ;i i e & IVEESAD EVESQLELVI MY33FPF GaAaIIvVaAATL
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Predict coding region/exons

Obtain protein product

ldentify motif/site

Search for similar sequences

Predict function

Perform multiple sequence alignment
Obtain 3-D structural template







http://www.ncbi.nlm.nih.gov/Class/minicourses/xla.html



http://www.ncbi.nlm.nih.gov/Class/minicourses/x1a.html

